
Resource Summary Report

Generated by dkNET on Jul 30, 2026

GeneMarkS-T
RRID:SCR_017648
Type: Tool

Proper Citation

GeneMarkS-T (RRID:SCR_017648)

Resource Information

URL: http://topaz.gatech.edu/GeneMark/

Proper Citation: GeneMarkS-T (RRID:SCR_017648)

Description: Software package for ab initio identification of protein coding regions in RNA
transcripts. Algorithm parameters are estimated by unsupervised training which makes
unnecessary manually curated preparation of training sets. Sets of assembled eukaryotic
transcripts can be analyzed by modified GeneMarkS-T algorithm which part of gene
prediction programs GeneMark.

Resource Type: software application, software resource, data analysis software, data
processing software

Defining Citation: PMID:25870408

Keywords: Identification, protein, coding, region, RNA, transcript, gene, discovery,
eukaryotic, sequence, bio.tools

Funding: NHGRI HG000783

Availability: Restricted

Resource Name: GeneMarkS-T

Resource ID: SCR_017648

Alternate IDs: biotools:GeneMarkS-t

Alternate URLs: https://bio.tools/GeneMarkS-T

License: http://topaz.gatech.edu/GeneMark/license_download.cgi

Record Creation Time: 20220129T080336+0000

Record Last Update: 20260729T044439+0000

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_017648/resolver
http://topaz.gatech.edu/GeneMark/
https://pubmed.ncbi.nlm.nih.gov/25870408


Ratings and Alerts

No rating or validation information has been found for GeneMarkS-T.

No alerts have been found for GeneMarkS-T.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 113 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Wang J, et al. (2025) Impact of intragastric administration of donkey milk on mouse
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Wang L, et al. (2025) Metagenomic analysis reveals distinct patterns of gut microbiota
features with diversified functions in C. difficile infection (CDI), asymptomatic carriage and
non-CDI diarrhea. Gut microbes, 17(1), 2505269.

Yan Z, et al. (2025) Dietary microbiota-mediated shifts in gut microbial ecology and
pathogen interactions in giant pandas (Ailuropoda melanoleuca). Communications biology,
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Zhang W, et al. (2025) Dynamics of the gut microbiome and resistome in response to
prophylactic antibiotic treatment in post-surgical giant pandas. Scientific reports, 15(1),
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Ma R, et al. (2025) The bacterial diversity and potential pathogenic risks of giant panda-
infesting ticks. Microbiology spectrum, 13(7), e0219724.
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temperature daqu, and microbial succession in Jiang-Nong Jianxiang Baijiu fermentation.
BMC genomics, 26(1), 852.
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Science advances, 11(2), eads7738.
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microbiota and bile acid metabolism through FXR pathways. Hepatology communications,
9(2).
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Liang Y, et al. (2025) The molecular basis of octocoral calcification revealed by genome
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